
HUVEC on collagen film, 48 hr. 
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FTH1IRE 3: PA1 (nsteonidoeen) 
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FTHTIRE 4: HaminiP chain (nicein)l 
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FTGTJRE 5: PA3 (podocE lyvin like protein) 



Podocalyxin-like protein 



~ 1500.00 

6> 



1 1000.00 j^^-l^r^ #/ : &\ 



« 500.00 . 
§ 0.00 



EE 



o 

CO 



X 



X 



X 

00 



X 

CO 



CN 



00 
CO 



X 
in 

CO 



lime of Culture 



ffl COLLAGBlGB- 
■ COLLAGEN FILM 



FIGURE 6: PA4 (moesin) 
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FIGURE 7: PAS (mesoendnthelial keratin K7) 
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FTGURE8; PA7 (T-olastin) 
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FIGURE 9: PA8 (actio bundling protein) 





FIGURE 11: PA13 (tissue factor pathway inhibitor) 



TFPI-2 



1500.00 
1000.00 
500.00 
0.00 



■III 



o 

CO 




lime of Culture 



gCOLLAGBM GB. 
HjCOLLAGBM FILM 



«=3 



FIGURE 12: PA11 (cathepsin B) 
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FIGURE 13: PA14 (plasminogen activator inhibitor) 
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FIGURE 14: PA12 (ADAMTS-4) 
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FIGURE 15: PAIS (axl) 
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FIGURE 16; PA16(ECK) 
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FIGURE 18: PA18 (gp!30) 
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FIGURE 19: PA19 (CD82) 
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FIGURE 20: PA20 (PRZ) 
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FIGURE 21 : PA21 (alpha 2 integrin) 
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FIGURE 22: PA22 (P1GF) 
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FIGURE 24: PA24 (FGF-16) 



PGF-16 



(0 
10 

£ 

a 
x 

Ui 

■ 

o 



200.00 
150.00 
100.00 
50.00 
0.00 




a 



o 

CO 



CM 



X 



X 

CO 



X 

CO 



CSJ 



00 
CO 




lime of Culture 



gCOLLAGBJ GB_ 
■ COLLAGBM RLM 



..4 ; *>- 



FIGURE 25: PA25 (White Protein Homolog) 
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FIGURE 30 
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FIGURE 31 



Hydrophobic! -ty Plot plot for AF173937 uith a window of 19 
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Sequence type explicitly set to Protein 
Sequence format is Pearson 



Sequence 1: 55193557_EXT 153 aa 

Sequence 2: 11725372_EXT 161 aa 

Sequence 3: AF173937 172 aa 



Start of Pairuise alignments 
Aligning. . . 

Sequences (1:2) Aligned. Score: 83 
Sequences (1:3) Aligned. Score: 83 
Sequences (2:3) Aligned. Score: 90 
Start of Multiple Alignment 
There are 2 groups 
Aligning. . . 

Group 1: Sequences: 2 Score: 1860 

Group 2: Sequences: 3 Score: 1948 

Alignment Score 2458 

CLUSTAL- Alignment file created [/data4/genetools/ IrastelliSSOlclustalw] 



Multiple Alignment: 



55193557_EXT 
11725372JXT 
AF173937 



MVGPAPRRRL 




55i93557_E3rr 
11725372JXT 
AF173937 




TRADOCS: 1 394004. 1 (TVMC01 ! .DOC) 



